We present a genome assembly from an individual male Sciurus (the eastern grey squirrel; Vertebrata; Mammalia; Eutheria; carolinensis Rodentia; Sciuridae). The genome sequence is 2.82 gigabases in span. The majority of the assembly (92.3%) is scaffolded into 21 chromosomal-level scaffolds, with both X and Y sex chromosomes assembled.
fully phased) and we have therefore also deposited the contigs corresponding to the alternate haplotype. The S. carolinensis mSciCar1 genome sequence is largely collinear with that of S. vulgaris mSciVul1 (Figure 4 ).
Methods
The eastern grey squirrel specimen was collected by the Wildlife Trust for Lancashire, Manchester and North Merseyside as part of an ongoing programme of recovery of dead squirrels. A full tissue dissection and preservation in 80% ethanol was undertaken and the specimen accessioned by the Natural History Museum, London.
DNA was extracted using an agarose plug extraction from spleen tissue following the Bionano Prep Animal Tissue See Table 3 for software versions and sources. Assembly was carried out using Falcon-unzip (Chin et al., 2016) , haplotypic duplication was identified and removed with purge_dups (Guan et al., 2020) and a first round of scaffolding carried out with 10X Genomics read clouds using scaff10x. Scaffolding with Hi-C data was carried out using SALSA2. The Hi-C scaffolded assembly was polished with arrow using the PacBio data, then polished with the 10X Genomics Illumina data by aligning to the assembly with longranger align, calling variants with The genome sequence is released openly for reuse. The S. carolinensis genome sequencing initiative is part of the Wellcome Sanger Institute's "25 genomes for 25 years" project 3 . It is also part of the Vertebrate Genome Project (VGP) 4 and the Darwin Tree of Life (DToL) project 5 . The specimen has been preserved in ethanol and deposited with the Natural History Museum, London under registration number NHMUK ZD 2019.214, where it will remain accessible to the research community for posterity. All raw data and the assembly have been deposited in the ENA. The genome will be annotated and presented through the Ensembl pipeline at the European Bioinformatics Institute. Raw data and assembly accession identifiers are reported in Table 1. affected my ability to review impartially.
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